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Abstract: Outbreaks of hand, foot, and mouth disease (HFMD) that occur worldwide are mainly
caused by the Coxsackievirus-A16 (CV-A16) and Enterovirus-A71 (EV-A71). Unfortunately, neither
an anti-HFMD drug nor a vaccine is currently available. Rupintrivir in phase II clinical trial candidate
for rhinovirus showed highly potent antiviral activities against enteroviruses as an inhibitor for
3C protease (3Cpro). In the present study, we focused on designing 50 novel rupintrivir analogs
against CV-A16 and EV-A71 3Cpro using computational tools. From their predicted binding affinities,
the five compounds with functional group modifications at P1′, P2, P3, and P4 sites, namely P1′-1,
P2-m3, P3-4, P4-5, and P4-19, could bind with both CV-A16 and EV-A71 3Cpro better than rupintrivir.
Subsequently, these five analogs were studied by 500 ns molecular dynamics simulations. Among
them, P2-m3, the derivative with meta-aminomethyl-benzyl group at the P2 site, showed the greatest
potential to interact with the 3Cpro target by delivering the highest number of intermolecular
hydrogen bonds and contact atoms. It formed the hydrogen bonds with L127 and K130 residues at
the P2 site stronger than rupintrivir, supported by significantly lower MM/PB(GB)SA binding free
energies. Elucidation of designed rupintrivir analogs in our study provides the basis for developing
compounds that can be candidate compounds for further HFMD treatment.

Keywords: hand foot and mouth disease; coxsackievirus A16; enterovirus A71; 3C protease; in silico
drug design

1. Introduction

Hand, foot, and mouth disease (HFMD) is one of the global public health concerns
that are widely spread worldwide, especially in the southeast pacific region, e.g., China [1],
Japan [2], Taiwan [3], Singapore [4], and Thailand [5]. It is easily transmitted by direct con-
tact through excretion, saliva, and fecal matter [6]; thus, the number of people infected with
HFMD has increased almost every year, particularly children under five years old [7–9].
HFMD is generally associated with the viral infection of coxsackievirus A16 (CV-A16)
and enterovirus A71 (EV-A71), which belong to the Enterovirus genus of Picornavirales
order [10]. Moreover, the EV-A71 strongly correlated with the more severe clinical outcome,
especially in neurological sequelae such as encephalitis and meningitis [11,12]. The genome
of enteroviruses contains a positive single-strand RNA (ssRNA) with a single open reading
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frame (ORF) encoding a large polyprotein precursor that requires proteolytic processing
to produce viral structural and replication proteins. After the virus enters the host cells, a
viral polyprotein is produced and further cleaved into the four structural proteins (Vp1,
Vp2, Vp3, and Vp4) and seven non-structural proteins (2A, 2B, 2C, 3A, 3B, 3C, and 3D) by
the activity of viral and host proteases [13]. The 3C cysteine protease (3Cpro, Figure 1A)
favorably cleaves the scissile peptide bond between glutamine (Q) and glycine (G) through
its catalytic residues (H40, E71, and C147) during the viral replication process. In addition,
the EV-A71 3Cpro facilitates progeny virus production and helps the virus evade host
antiviral immunity by interaction with the cleavage of host factors [14]. Therefore, the
primary roles of 3Cpro in the life cycle of EV-A71 and CV-A16 make it an ideal drug target
against CV-A16 and EV-A71 viruses [13,14].

Rupintrivir (AG7088, chemical structure in Figure 1B) is a drug candidate against the
3Cpro of human rhinovirus (HRV) [13] and is currently proven to be the most effective pep-
tidomimetic 3Cpro inhibitor with a half-maximal inhibitory concentration (IC50) of 2.1 nM
against CV-A16 [14,15]. In addition, it displays a broad-spectrum inhibitory activity against
other viruses belonging to the Piconarviridae family, such as CVB2, CVB5, EV6 EV-A71, and
EV9 [16,17]. Its activity significantly decreases in EV-A71 approximately ~100-fold com-
pared to HRV [7,10,18]. The rhinovirus inhibition in the phase II clinical trial was stopped
because the rupintrivir failed to meet desired clinical parameters [19–24]. Moreover, it was
poorly aqueous soluble with low oral bioavailability challenging further pharmacological
development [25]. In addition, the synthesized peptidic Michael acceptor compound SG85
is a rupintrivir-modified compound that acts as an inhibitor of EV-A71 3Cpro (EC50 of
~180 nM) [26]. A previous study of molecular dynamics (MD) simulations revealed that
SG85 shared a binding pattern against CV-A16 3Cpro similar to the rupintrivir/EV-A71
complex [27]. According to the study of Wang et al. (2017), N69 residue in the active site
has been reported to stabilize the S2 pocket of EV-A71 3Cpro by forming a hydrogen bond
with N atoms of L70 and E70 residues. The mutation of N69 abolishes the bond network by
destabilizing the S2 pocket. Thus, a natural substrate binding to EV-A71 3Cpro can possibly
occur in the presence of an inhibitor. They suggested that it is conceivable that modification
of the P2 residue with a longer side chain can increase the inhibitory effect [28].

Figure 1. (A) The 3D structure of EV-A71 3Cpro in complex with rupintrivir (PDB ID: 3R0F) [27] (ball
and stick green model), where the catalytic triad are shown in blue stick model. (B) The chemical
structure of rupintrivir.
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For the drug design and development process, the cost and time consumption in high
throughput screening for hit (lead) compounds is generally expensive; however, it can
be reduced by applying high-performance computational techniques. In this work, the
interaction energy prediction and all-atom molecular dynamics (MD) simulation [29] were
employed to screen a series of the designed rupintrivir analogs against 3Cpro of CV-A16
and EV-A71. Additionally, detailed knowledge of the binding mechanisms of the most
potent compound would be helpful in the development of new anti-HFMD agents.

2. Results and Discussion
2.1. Rational Design and Screening

Based on the inhibitor–ligand interactions of rupintrivir binding to EV-A71 3Cpro in
Supplemental Figure S1, the 50 analogs were modified using a structure-based drug design
as follows. P1 was modified at O3 (e.g., chlorine, fluorine, and methanol) to better interact
with K143 in the S1 subsite. P2 was enlarged by the bulkier side chain (e.g., methanamine,
ethylamine, and ethanol) to consequently shorten the distance to K130 and Q71 residues
in the S2 subsite. To interact with S128 in the S3 subsite, the addition of 2-propanol,
2-fluoropropane, or ammonia was introduced on the side chain of P3. As L125 is located
in the S4 subsite, we decided to increase the length of the P4 side chain or to change the
functional group (e.g., hydroxyl, methyl, and fluorine). The chemical structures of all
50 compounds are given in Table S1.

The previous study reported that EV-A71 was the cause of severe and fatal cases of
HFMD (90%), while non-EV-A7 enteroviruses were associated with less than 10% of severe
and fatal cases [30]. Therefore, the EV-A71 was used as a reference protein for the initial
energy filtering. The MM/PB(GB)SA interaction energy calculations were applied on the
minimized complex of analogs/EV-A71 3Cpro. The relative interaction energy of each
complex compared to the parent compound rupintrivir (∆∆Gbind = ∆Ganalog

bind −∆Grupintrivir
bind )

is shown in Table 1. Among the 50 designed rupintrivir analogs, the five compounds P1′-1,
P2-m3, P3-4, P4-5, and P4-19 with negative ∆∆Gbind (2D structure shown in Figure 2) were
selected for investigating the binding pattern and interaction profile in EV-A71 and CV-A16
3Cpro by MD simulations in a further step.

Figure 2. The chemical structure of five selected compounds with ∆∆Gbind < 0 kcal/mol.
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Table 1. Relative interaction energy (∆∆Gbind) of the designed compounds in comparison to rupin-
trivir against EV-A71 3Cpro derived from MM/PBSA and MM/GBSA methods (∆Grupintrivir

bind of
−19.38 and −32.83 kcal/mol, respectively). The compounds with negative ∆∆Gbind are in bold, and
their 2D structures are given in Figure 2.

Compound
∆∆Gbind(kcal/mol)

Compound
∆∆Gbind(kcal/mol)

MM/PBSA MM/GBSA MM/PBSA MM/GBSA

P1′-1 −9.14 −6.5 P2-m9 0.4 0.94
P1′-2 0.17 4.98 P2-m10 3.25 8.96
P1-1 7.82 5.02 P3-1 0.43 3.24
P1-2 20.41 17.58 P3-2 5.67 7.82
P1-3 1.37 1.91 P3-3 2.54 4.15
P1-4 8.28 4.21 P3-4 −4.9 −2.54
P1-5 17.76 14.31 P4-1 1.98 6.27

P2-p1 6.38 5.49 P4-2 1.73 4.25
P2-p2 14.17 14.15 P4-3 2.28 7.36
P2-p3 1.48 2.14 P4-4 12.74 12.79
P2-p4 7.55 9.22 P4-5 −5.34 −5.68
P2-p5 7.85 11.03 P4-6 4.46 2.51
P2-p6 0.73 3.55 P4-7 4.65 4.29
P2-p7 1.37 5.18 P4-8 3.32 2.94
P2-p8 6.65 7.74 P4-9 6.58 4.92
P2-p9 0.65 1.38 P4-10 0.75 1.27

P2-p10 1.56 3.93 P4-11 4.89 3.34
P2-m1 20.47 18.36 P4-12 13.28 11.89
P2-m2 18.59 17.29 P4-13 1.57 0.47
P2-m3 −12.12 −4.2 P4-14 1.64 0.96
P2-m4 2.41 6.29 P4-15 12.68 11.51
P2-m5 8.74 12.38 P4-16 1.55 1.12
P2-m6 1.75 1.35 P4-17 3.03 2.52
P2-m7 0.49 2.03 P4-18 4.12 4.44
P2-m8 1.98 4.71 P4-19 −5.55 −6.68

2.2. Stability of the Simulated Complexes

The root mean square displacement (RMSD) of all atoms for each system relative to
the minimized structure versus simulation time was measured and plotted in Figure 3. The
RMSD values of the complexation between rupintrivir or its five analogs and EV-A71/CV-
A16 3Cpro from the three independent simulations were about 1.0–2.0 Å from the beginning
of simulation until the end. In addition, the superimposition of compounds P1′-1, P2-m3,
P3-4, P4-5, P4-19, and rupintrivir against CV-A16 and EV-A71 at the binding site derived
from the last 50 ns of simulation in run1 were performed (Figure S2). This finding suggested
that all ligands were likely stable along with the simulations in the active site. In the study,
the last 50 ns of all three simulations were considered for further analyses regarding the
number of contact atoms and intermolecular hydrogen bonds between compound and
protein targets.
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Figure 3. All-atom RMSD plots for the CV-A16 and EV-A71 3Cpro in complex with five focused
analogs P4-5, P4-19, P1′-1, P2-m3, and P3-4, as well as rupintrivir, plotted along the 500 ns from the
three independent simulations (Run1, Run2, and Run3).

2.3. Number of Contact Atoms and H-Bonds

To evaluate the binding strength of the designed compounds in the active site of 3C
pro, the number of atom contacts within the 3.5-Å sphere of each analog were counted. The
average numbers of contact atoms in the last 50 ns from the three-independent simulation
are summarized in Table 2. Among five designed analogs, the P2-m3 showed the highest
number of contact atoms in both CV-A16 (24.3 ± 4.3) and EV-A71 (22.1 ± 4.5) systems.
In addition, this compound gave the number of contact atoms higher than rupintrivir
(23.7 ± 4.7 for CV-A16 and 20.0 ± 5.0 systems).

Table 2. Number of contact atoms within the 3.5-Å sphere of the focused compounds for CV-A16 and
EV-A71 3Cpro systems taken from the last 50 ns of three independent simulations. The analog with
bold was a potent compound.

CV-A16 EV-A71

P4-5 22.5 ± 5.0 16.1 ± 4.7
P4-19 22.1 ± 5.3 17.4 ± 4.8
P1′-1 19.3 ± 4.3 17.8 ± 4.5

P2-m3 24.3± 4.3 22.1± 4.5
P3-4 17.9 ± 4.8 21.6 ± 4.8

Rupintrivir 23.7 ± 4.7 20.0 ± 5.0

The hydrogen bond (H-bond) formation is one of the essential factors that can deter-
mine the binding strength of the interactions between inhibitors and surrounding amino
acid residues at the enzyme active site. The intermolecular hydrogen bonds were calculated
using the two criteria, i.e., the distance between hydrogen donor (HD) and hydrogen
acceptor (HA) ≤ 3.5 Å, and the angle of HD-H· · ·HA ≥ 120◦. The average numbers of
H-bond at the last 50 ns from three independent simulations are given in Table 3. Again, we
found that P2-m3 showed the highest number of hydrogen bonds in CV-A16 and EV-A71
systems (6.5± 1.2 and 5.6± 1.5), which were more than rupintrivir (4.5± 0.9 and 4.7 ± 1.1).
These findings suggested that P2-m3 fitted well within the binding pocket of EV-A71 and
CV-A16 3Cpro.

By considering the binding pattern in terms of hydrogen bond of P2-m3 in comparison
with rupintrivir, the intermolecular H-bonds formed with 3Cpro of EV-A71 and CV-A16
are plotted and illustrated in Figures 4 and 5. It can be seen that rupintrivir was stabilized
within CV-A16 and EV-A71 3Cpro by forming four H-bonds with the residues in two pocket
sites: (i) at P1 site, H161, I162, and K143 residues with O3, N2, and N1 atoms (see atomic
labels in Figure 1B) and (ii) at P3 site, G164 residue with O5 atom. This finding corresponded
to the rupintrivir/CV-A16 complex from the X-ray structure [13] and the previous MD
study [27]. For the analog P2-m3, the introduction of aminomethyl substitution in meta-
position at the P2 site raised the H-bond formation with L127 and K130 in EV-A71 (47.7%
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and 61.5%) and CV-A16 (40.7% and 77.7%). A medium H-bond with G164 was also detected
in CV-A16 3Cpro at the P3 site.

Table 3. Number of hydrogen bonds of the focused compounds with CV-A16 and EV-A71 3Cpro
calculated from the last 50 ns of the three independent simulations.

CV-A16 EV-A71

P4-5 4.8 ± 1.1 3.6 ± 1.3
P4-19 4.0 ± 1.2 4.4 ± 1.2
P1′-1 4.0 ± 1.0 5.1 ± 1.1

P2-m3 6.5± 1.2 5.6± 1.5
P3-4 3.3 ± 1.3 4.8 ± 1.1

Rupintrivir 4.5 ± 0.9 4.7 ± 1.1

Figure 4. Percentage of intermolecular H-bond occupation with P1, P2, and P3 sites of the rupintrivir
and its analog P2-m3 with EV-A71 and CV-A16 3Cpro derived from the last 50 ns simulations, where
the representative structures are depicted in Figure 5. Only H-bond occupation > 40% is shown in
the histogram.

2.4. Key Binding Residues

The calculation of per-residue free energy decomposition based on the MM-PBSA
method was applied on the 50 frames from the last 50 ns of the three simulations (150 struc-
tures in total) to study the critical residues for ligand binding to 3Cpro of CV-A16 and
EV-A71. The results are given in Figures 6 and 7, where only residues that exhibit the en-
ergy stabilization of ≤−0.5 kcal/mol are labeled and discussed. The key residues binding
of CV-A16 3Cpro with rupintrivir were H40, L125, L127, T142, A144, C147, I162, G163,
G164, N165, and F170 residues. Likewise, the additional residues K143, G145, Q146, and
H161 were in the EV-A71 system. The obtained results were consistent with the previous
work [13]. Although the binding pattern of P2-m3 in both targets was likely similar to its
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template rupintrivir, the residue contribution for P2-m3 binding was more pronounced.
Additionally, it was also stabilized by the additional residues F25, N126, S128, and K130 in
EV-A71 and F25, S128, K130, K143, Q146, and H161 in CV-A16.

Figure 5. Hydrogen bonding interactions of the rupintrivir and its analog P2-m3 (bond and stick
model) with EV-A71 and CV-A16 3Cpro residues (stick model).

Figure 6. MM-PBSA per-residue decomposition free energy of the rupintrivir and its analog P2-m3
in complex with EV-A71 and CV-A16 3Cpro.
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Figure 7. The contributing residues involved in ligand binding are colored according to the per-
residue decomposition free energy (∆Gresidue

bind ), where the highest to lowest free energies are shaded
from white to blue.

2.5. Predicted Binding Affinity of the Potent Rupintrivir Analog

The binding efficiency of the newly designed compound P2-m3 with EV-A71 and
CV-A16 3Cpro was estimated by the MM/(GB)PBSA method on the same set of snapshots
used in the per-residue free energy decomposition calculation (Table S2). The molecular
mechanics energy components in the gas phase (∆EMM) and binding free energy based
on the MM/PBSA method (∆Gbind) results of each system are depicted in Figure 8. The
result showed that the P2-m3 had a stronger binding affinity than rupintrivir by ~8 and
~3 kcal/mol in EV-A71 and CV-A16 (Figure 8B) due to a stronger electrostatic attraction
(Figure 8A). Our finding agree with the previous study, which suggested that modification
of the P2 residue with a longer side chain can increase the possibility that inhibitor will bind
to EV-A71 3Cpro leading to increased inhibitory effect [28]. Changing the fluorobenzyl
group at the P2 site of rupintrivir to the aminomethyl-benzyl group in P2-m3 could enhance
the ligand-binding affinity in both proteases. Moreover, P2-m3 showed better solubility
than rupintrivir from the result of ADMET property (Figure S4).
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Figure 8. (A) The molecular mechanical energy (∆EMM) including electrostatic (∆Eele ) and van der
Waals (∆Evdw ) interactions and (B) binding free energy (∆Gbind ) based on the MM/PBSA method
for rupintrivir and P2-m3 binding to EV-A71 and CV-A16 3Cpro.

3. Materials and Methods
3.1. System Preparation and Compound Screening

The X-ray crystal structures of rupintrivir in complex with the 3Cpro of CV-A16 and
EV-A71 were obtained from Protein Data Bank (PDB), entry codes 3SJI [13] and 3R0F [14],
respectively. Note that the CV-A16 and EV-A71 3Cpro share a similar sequence with 91%
of identity and 96% of similarity (Figure S3). Based on inhibitor–target interactions in
CV-A16/EV-A71 3Cpro complex, the structure-based drug design was used to design the
rupintrivir analogs at P1′, P1, P2, P3, and P4 sites. To prepare the 3D structures of each
designed ligand, their protonation states were then determined using PROPKA 3.1 [31].
The partial atomic charges and empirical force field parameters for each ligand were
developed according to the standard procedure [32–34]. The atomic charges of each
inhibitor were calculated using HF/6–31G(d) method implemented in the Gaussian09
software [35]. The electrostatic potential (ESP) charges were consequently calculated with
the same level of theory and were then fitted into restrained ESP (RESP) charges using
the ANTECHAMBER module of AMBER16 [36,37]. The FF14SB [38] and GAFF2 [39] force
fields were applied for protein and ligands, respectively. All missing hydrogen atoms
of protein and ligand were added using the LEaP module and were then minimized to
remove the bad contacts. The complexes were solvated in the TIP3P [40,41] water box with
a minimum distance of 10 Å between the protein surface. Afterward, the complexes were
energy-minimized by 1500 interactions of steepest descent (SD) and conjugated gradient
(CG) methods using AMBER16 with the AMBER ff14SB force field. The binding affinity
of all designed analogs toward both 3Cpro enzymes was predicted using MMPB(GB)SA
interaction energy calculations. The designed ligands with lower interaction energy than
rupintrivir were selected to study the structural dynamics and binding strength within
proteins by all-atom molecular dynamics simulations.

3.2. Molecular Dynamics Simulations

The potent ligands from interaction energy screening were simulated under periodic
boundary conditions with NPT ensemble. In brief, a residue-based cutoff of 10 Å was em-
ployed for nonbonded interactions, and the particle mesh Ewald summation method [42]
was used to treat the electrostatic interactions. The SHAKE algorithm [26] was applied
to constrain all covalent bonds involving hydrogen atoms. A simulation time step of
2 fs was used along with the MD simulation. The Langevin thermostat [27] with a col-
lision frequency of 2 ps−1 was employed for temperature control, while the Berendsen
barostat [28] with a pressure-relaxation time of 1 ps was used to maintain the standard
pressure of the system. The simulated models are then heated up to 310 K for 100 ps and
are continuously held at this temperature for another 500 ns or until the simulations have
reached equilibrium [43], which means the complexes were stable during the simulations.
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Each complex was simulated three independent MD runs by the difference velocity. Finally,
the CPPTRAJ [44] was used to calculate the root-mean-square deviation (RMSD), number
of contact atoms, intermolecular hydrogen bonding between ligand/3Cpro. In addition,
the percentage of hydrogen bond occupation, binding pattern, and binding free energy
of the most efficient ligand against the two enzymes was further analyzed and compared
with rupintrivir.

4. Conclusions

This work provided the newly designed rupintrivir analog P2-m3 with enhanced bind-
ing efficiency. By the aminomethyl substitution, this compound showed more hydrogen
bonds than rupintrivir with L127 and K130 residue at the P2 site of CV-A16 and EV-A71
3Cpro. A moderate hydrogen bonding with G164 (N3) at P3 was found in CV-A16 3Cpro.
Relative to rupintrivir, there was a more significant contribution from the additional key
residues for P2-m3 binding, i.e., F25, N126, S128, and K130 in EV-A71 and F25, S128, K130,
K143, Q146, and H161 in CV-A16. Altogether, this leads to a better binding affinity of such
novel rupintrivir derivative P2-m3 as predicted by the MM-PBSA method. The P2-m3 was
suggested to be synthesized and tested for further development as the anti-HFMD agent.

Supplementary Materials: The following supporting information can be downloaded at: https://
www.mdpi.com/article/10.3390/molecules27061908/s1, Table S1: Chemical structure of rupintrivir
and 50 analogs, Table S2: Binding free energy based on the MM/PB(GB)SA method for rupintrivir
and P2-m3 binding to EV-A71 and CV-A16 3Cpro, Figure S1: Rupintrivir in the active site of EV-
A71 3Cpro, Figure S2: Superimposition of ligand at the binding site derived from the last 50 ns
of simulation, Figure S3: Sequence alignment of EV-A71 and CV-A16 3C protease, Figure S4: The
solubility of rupintrivir and P2-m3 from ADMET property.

Author Contributions: Conceptualization, T.R.; methodology, A.S.; design suggestion, W.C.; formal
analysis, A.S. and K.S.; investigation, K.S. and T.R.; writing—original draft preparation, A.S. and K.S.;
writing—review and editing, T.R., S.B. and P.M.; project administration, T.R.; funding acquisition,
A.S. and T.R. All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by the National Research Council of Thailand: NRCT.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

Acknowledgments: A.S. thanks the Development and Promotion of Science and Technology Talents
Project (DPST) for the scholarship and the 90th Anniversary of Chulalongkorn University Fund
(Ratchadaphisaksomphot Endowment Fund, GCUGR1125633083M). S.B. thanks Ratchadaphisak-
somphot Endowment Fund of Faculty of Medicine (MF 22/62).

Conflicts of Interest: The authors declare no conflict of interest.

Sample Availability: Samples of the compounds are not available from the authors.

References
1. Zhu, R.N.; Qian, Y.; Deng, J.; Xing, J.F.; Zhao, L.Q.; Wang, F.; Liao, B.; Ren, X.X.; Li, Y.; Zhang, Q. Study on the association of hand,

foot and mouth disease and enterovirus 71/CA16 among children in Beijing, 2007. Zhonghua Liu Xing Bing Xue Za Zhi (Zhonghua
Liuxingbingxue Zazhi) 2007, 28, 1004–1008. [PubMed]

2. Sano, T.; Makino, N.; Aoyama, Y.; Ae, R.; Kojo, T.; Kotani, K.; Yanagawa, H. Temporal and geographical clustering of Kawasaki
disease in Japan: 2007–2012. Pediatr. Int. 2016, 58, 1140–1145. [CrossRef] [PubMed]

3. Huang, K.Y.; Zhang, X.; Chung, P.H.; Tsao, K.C.; Lin, T.Y.; Su, L.H.; Chiu, C.H. Enterovirus 71 in Taiwan, 2004–2006: Epidemiolog-
ical and virological features. Scand. J. Infect. Dis. 2008, 40, 571–574. [CrossRef]

4. Chan, K.P.; Goh, K.T.; Chong, C.Y.; Teo, E.S.; Lau, G.; Ling, A.E. Epidemic hand, foot and mouth disease caused by human
enterovirus 71, Singapore. Emerg. Infect. Dis. 2003, 9, 78. [CrossRef] [PubMed]

5. Puenpa, J.; Chieochansin, T.; Linsuwanon, P.; Korkong, S.; Thongkomplew, S.; Vichaiwattana, P.; Theamboonlers, A.; Poovo-
rawan, Y. Hand, foot, and mouth disease caused by coxsackievirus A6, Thailand, 2012. Emerg. Infect. Dis. 2013, 19, 641. [CrossRef]
[PubMed]

https://www.mdpi.com/article/10.3390/molecules27061908/s1
https://www.mdpi.com/article/10.3390/molecules27061908/s1
http://www.ncbi.nlm.nih.gov/pubmed/18399150
http://doi.org/10.1111/ped.12970
http://www.ncbi.nlm.nih.gov/pubmed/26940079
http://doi.org/10.1080/00365540701799359
http://doi.org/10.3201/eid1301.020112
http://www.ncbi.nlm.nih.gov/pubmed/12533285
http://doi.org/10.3201/eid1904.121666
http://www.ncbi.nlm.nih.gov/pubmed/23631943


Molecules 2022, 27, 1908 11 of 12

6. Sarma, N. Hand, foot, and mouth disease: Current scenario and Indian perspective. Indian J. Dermatol. Venereol. Leprol. 2013, 79,
165–175. [CrossRef]

7. Tsai, M.T.; Cheng, Y.H.; Liu, Y.N.; Liao, N.C.; Lu, W.W.; Kung, S.H. Real-time monitoring of human enterovirus (HEV)-infected
cells and anti-HEV 3C protease potency by fluorescence resonance energy transfer. Antimicrob. Agents Chemother. 2019, 53,
748–755. [CrossRef]

8. Omaña-Cepeda, C.; Martínez-Valverde, A.; Del Mar Sabater-Recolons, M.; Jané-Salas, E.; Marí-Roig, A.; López-López, J. A
literature review and case report of hand, foot and mouth disease in an immunocompetent adult. BMC Res. Notes 2016, 9, 165.
[CrossRef]

9. Guerra, A.M.; Orille, E.; Waseem, M. Hand Foot and Mouth Disease, StatPearls. 2021. Available online: https://www.ncbi.nlm.
nih.gov/books/NBK431082/ (accessed on 24 October 2021).

10. Ji, T.; Han, T.; Tan, X.; Zhu, S.; Yan, D.; Yang, Q.; Song, Y.; Cui, A.; Zhang, Y.; Mao, N.; et al. Surveillance, epidemiology, and
pathogen spectrum of hand, foot, and mouth disease in mainland of China from 2008 to 2017. Biosafety Health 2019, 1, 32–40.
[CrossRef]

11. Long, L.; Xu, L.; Xiao, Z.; Hu, S.; Luo, R.; Wang, H.; Lu, X.; Xu, Z.; Yao, X.; Zhou, L.; et al. Neurological complications and risk
factors of cardiopulmonary failure of EV-A71-related hand, foot and mouth disease. Sci. Rep. 2016, 6, 23444.

12. Da Silva, E.E.; Winkler, M.T.; Pallansch, M.A. Role of enterovirus 71 in acute flaccid paralysis after the eradication of poliovirus in
Brazil. Emerg. Infect. Dis. 1996, 2, 231–233. [CrossRef] [PubMed]

13. Lu, G.; Qi, J.; Chen, Z.; Xu, X.; Gao, F.; Lin, D.; Qian, W.; Liu, H.; Jiang, H.; Yan, J.; et al. Enterovirus 71 and coxsackievirus A16 3C
proteases: Binding to rupintrivir and their substrates and anti-hand, foot, and mouth disease virus drug design. J. Virol. 2011, 85,
10319–10331. [CrossRef] [PubMed]

14. Wang, J.; Fan, T.; Yao, X.; Wu, Z.; Guo, L.; Lei, X.; Wang, M.; Jin, Q.; Cui, S. Crystal structures of enterovirus 71 3C protease
complexed with rupintrivir reveal the roles of catalytically important residues. J. Virol. 2011, 85, 10021–10030. [CrossRef]
[PubMed]

15. Kuo, C.J.; Shie, J.J.; Fang, J.M.; Yen, G.R.; Hsu, J.T.A.; Liu, H.G.; Tseng, S.N.; Chang, S.C.; Lee, C.Y.; Shih, S.R.; et al. Design,
synthesis, and evaluation of 3C protease inhibitors as anti-enterovirus 71 agents. Bioorg. Med. Chem. 2008, 16, 7388–7398.
[CrossRef]

16. Patick, A.K.; Binford, S.L.; Brothers, M.A.; Jackson, R.L.; Ford, C.E.; Diem, M.D.; Maldonado, F.; Dragovich, P.S.; Zhou, R.; Prins,
T.J.; et al. In vitro antiviral activity of AG7088, a potent inhibitor of human rhinovirus 3C protease. Antimicrob. Agents Chemother.
1999, 43, 2444–2450. [CrossRef]

17. Ooi, M.H.; Wong, S.C.; Lewthwaite, P.; Cardosa, M.J.; Solomon, T. Clinical features, diagnosis, and management of enterovirus 71.
Lancet Neurol. 2010, 9, 1097–1105. [CrossRef]

18. Lee, J.C.; Shih, S.R.; Chang, T.Y.; Tseng, H.Y.; Shih, Y.F.; Yen, K.J.; Chen, W.C.; Shie, J.J.; Fang, J.M.; Liang, P.H.; et al. A mammalian
cell-based reverse two-hybrid system for functional analysis of 3C viral protease of human enterovirus 71. Anal. Biochem. 2008,
375, 115–123. [CrossRef]

19. Zhang, X.; Song, Z.; Qin, B.; Zhang, X.; Chen, L.; Hu, Y.; Yuan, Z. Rupintrivir is a promising candidate for treating severe cases of
enterovirus-71 infection: Evaluation of antiviral efficacy in a murine infection model. Antivir. Res. 2013, 97, 264–269. [CrossRef]

20. Binford, S.L.; Maldonado, F.; Brothers, M.A.; Weady, P.T.; Zalman, L.S.; Meador, J.W.; Matthews, D.A.; Patick, A.K. Conservation
of amino acids in human rhinovirus 3C protease correlates with broad-spectrum antiviral activity of rupintrivir, a novel human
rhinovirus 3C protease inhibitor. Antimicrob. Agents Chemother. 2005, 49, 619–626. [CrossRef]

21. Matthews, D.A.; Dragovich, P.S.; Webber, S.E.; Fuhrman, S.A.; Patick, A.K.; Zalman, L.S.; Hendrickson, T.F.; Love, R.A.; Prins, T.J.;
Marakovits, J.T.; et al. Structure-assisted design of mechanism-based irreversible inhibitors of human rhinovirus 3C protease with
potent antiviral activity against multiple rhinovirus serotypes. Proc. Natl. Acad. Sci. USA 1999, 96, 11000–11007. [CrossRef]

22. Hayden, F.G.; Turner, R.B.; Gwaltney, J.M.; Chi-Burris, K.; Gersten, M.; Hsyu, P.; Patick, A.K.; Smith, G.J., III; Zalman, L.S. Phase
II, randomized, double-blind, placebo-controlled studies of ruprintrivir nasal spray 2-percent suspension for prevention and
treatment of experimentally induced rhinovirus colds in healthy volunteers. Antimicrob. Agents Chemother. 2003, 47, 3907–3916.
[CrossRef] [PubMed]

23. Schmidt, N.J.; Lennette, E.H.; Ho, H.H. An apparently new enterovirus isolated from patients with disease of the central nervous
system. J. Infect. Dis. 1974, 129, 304–309. [CrossRef] [PubMed]

24. Sun, L.; Meijer, A.; Froeyen, M.; Zhang, L.; Thibaut, H.J.; Baggen, J.; George, S.; Vernachio, J.; Van Kuppeveld, F.J.M.; Leyssen, P.;
et al. Antiviral activity of broad-spectrum and enterovirus-specific inhibitors against clinical isolates of enterovirus D68.
Antimicrob. Agents Chemother. 2015, 59, 7782–7785. [CrossRef] [PubMed]

25. Dragovich, P.S.; Prins, T.J.; Zhou, R.; Webber, S.E.; Marakovits, J.T.; Fuhrman, S.A.; Patick, A.K.; Matthews, D.A.; Lee, C.A.; Ford,
C.E.; et al. Structure-based design, synthesis, and biological evaluation of irreversible human rhinovirus 3C protease inhibitors. 4.
Incorporation of P1 lactam moieties as L-glutamine replacements. J. Med. Chem. 1999, 42, 1213–1224. [CrossRef] [PubMed]

26. Lacroix, C.; George, S.; Leyssen, P.; Hilgenfeld, R.; Neyts, J. The enterovirus 3C protease inhibitor SG85 efficiently blocks
rhinovirus replication and is not cross-resistant with rupintrivir. Antimicrob. Agents Chemother. 2015, 59, 5814–5818. [CrossRef]

27. Jetsadawisut, W.; Nutho, B.; Meeprasert, A.; Rungrotmongkol, T.; Kungwan, N.; Wolschann, P.; Hannongbua, S. Susceptibility of
inhibitors against 3C protease of coxsackievirus A16 and enterovirus A71 causing hand, foot and mouth disease: A molecular
dynamics study. Biophys. Chem. 2016, 219, 9–16. [CrossRef]

http://doi.org/10.4103/0378-6323.107631
http://doi.org/10.1128/AAC.00841-08
http://doi.org/10.1186/s13104-016-1973-y
https://www.ncbi.nlm.nih.gov/books/NBK431082/
https://www.ncbi.nlm.nih.gov/books/NBK431082/
http://doi.org/10.1016/j.bsheal.2019.02.005
http://doi.org/10.3201/eid0203.960312
http://www.ncbi.nlm.nih.gov/pubmed/8903236
http://doi.org/10.1128/JVI.00787-11
http://www.ncbi.nlm.nih.gov/pubmed/21795339
http://doi.org/10.1128/JVI.05107-11
http://www.ncbi.nlm.nih.gov/pubmed/21813612
http://doi.org/10.1016/j.bmc.2008.06.015
http://doi.org/10.1128/AAC.43.10.2444
http://doi.org/10.1016/S1474-4422(10)70209-X
http://doi.org/10.1016/j.ab.2007.12.019
http://doi.org/10.1016/j.antiviral.2012.12.029
http://doi.org/10.1128/AAC.49.2.619-626.2005
http://doi.org/10.1073/pnas.96.20.11000
http://doi.org/10.1128/AAC.47.12.3907-3916.2003
http://www.ncbi.nlm.nih.gov/pubmed/14638501
http://doi.org/10.1093/infdis/129.3.304
http://www.ncbi.nlm.nih.gov/pubmed/4361245
http://doi.org/10.1128/AAC.01375-15
http://www.ncbi.nlm.nih.gov/pubmed/26369972
http://doi.org/10.1021/jm9805384
http://www.ncbi.nlm.nih.gov/pubmed/10197965
http://doi.org/10.1128/AAC.00534-15
http://doi.org/10.1016/j.bpc.2016.09.005


Molecules 2022, 27, 1908 12 of 12

28. Wang, Y.; Cao, L.; Zhai, Y.; Yin, Z.; Sun, Y.; Shang, L. Structure of the Enterovirus 71 3C Protease in Complex with NK-1.8 k
and Indications for the Development of Antienterovirus Protease Inhibitor. Antimicrob. Agents Chemother. 2017, 61, e00298-17.
[CrossRef]

29. Hildebrand, P.W.; Rose, A.S.; Tiemann, J.K. Bringing molecular dynamics simulation data into view. Trends Biochem. Sci. 2019, 44,
902–913. [CrossRef]

30. Meng, X.D.; Tong, Y.; Wei, Z.N.; Wang, L.; Mai, J.Y.; Wu, Y.; Luo, Z.-Y.; Li, S.; Li, M.; Wang, S.; et al. Epidemical and etiological
study on hand, foot and mouth disease following EV-A71 vaccination in Xiangyang, China. Sci. Rep. 2020, 10, 20909. [CrossRef]

31. Olsson, M.H.; Søndergaard, C.R.; Rostkowski, M.; Jensen, J.H. PROPKA3: Consistent treatment of internal and surface residues
in empirical pKa predictions. J. Chem. Theory Comput. 2011, 7, 525–537. [CrossRef]

32. Bleiziffer, P.; Schaller, K.; Riniker, S. Machine learning of partial charges derived from high-quality quantum-mechanical
calculations. J. Chem. Inf. Modeling 2018, 58, 579–590. [CrossRef] [PubMed]

33. MacKerell, A.D., Jr. Empirical force fields for biological macromolecules: Overview and issues. J. Comput. Chem. 2004, 25,
1584–1604. [CrossRef] [PubMed]

34. Case, D.A.; Cheatham, T.E., III; Darden, T.; Gohlke, H.; Luo, R.; Merz, K.M., Jr.; Onufriev, A.; Simmerling, C.; Wang, B.; Woods,
R.J. The Amber biomolecular simulation programs. J. Comput. Chem. 2005, 26, 1668–1688. [CrossRef] [PubMed]

35. Frisch, M.J.E.A. Gaussian09. 2009. Available online: http://www.gaussian.com/ (accessed on 16 July 2021).
36. Case, D.A.; Babin, V.; Berryman, J.T.; Betz, R.M.; Cai, Q.; Cerutti, D.S.; Cheatham, T.E.; Darden, I.T.A.; Duke, R.E.; Gohlke, H.; et al.

AMBER 16; University of California: San Francisco, CA, USA, 2016.
37. Da Silva, A.W.S.; Vranken, W.F. ACPYPE-Antechamber python parser interface. BMC Res. Notes 2012, 5, 1–8. [CrossRef]
38. Maier, J.A.; Martinez, C.; Kasavajhala, K.; Wickstrom, L.; Hauser, K.E.; Simmerling, C. ff14SB: Improving the accuracy of protein

side chain and backbone parameters from ff99SB. J. Chem. Theory Comput. 2015, 11, 3696–3713. [CrossRef]
39. Wang, J.; Wolf, R.M.; Caldwell, J.W.; Kollman, P.A.; Case, D.A. Development and testing of a general amber force field. J. Comput.

Chem. 2004, 25, 1157–1174. [CrossRef]
40. Jorgensen, W.L.; Chandrasekhar, J.; Madura, J.D.; Impey, R.W.; Klein, M.L. Comparison of simple potential functions for

simulating liquid water. J. Chem. Phys. 1983, 79, 926–935. [CrossRef]
41. Wittayanarakul, K.; Aruksakunwong, O.; Saen-oon, S.; Chantratita, W.; Parasuk, V.; Sompornpisut, P.; Hannongbua, S. Insights

into saquinavir resistance in the G48V HIV-1 protease: Quantum calculations and molecular dynamic simulations. Biophys. J.
2005, 88, 867–879. [CrossRef]

42. Tan, J.; George, S.; Kusov, Y.; Perbandt, M.; Anemüller, S.; Mesters, J.R.; Hilgenfeld, R. 3C protease of enterovirus 68: Structure-
based design of Michael acceptor inhibitors and their broad-spectrum antiviral effects against picornaviruses. J. Virol. 2013, 87,
4339–4351. [CrossRef]

43. Knapp, B.; Frantal, S.; Cibena, M.; Schreiner, W.; Bauer, P. Is an intuitive convergence definition of molecular dynamics simulations
solely based on the root mean square deviation possible? J. Comput. Biol. 2011, 18, 997–1005. [CrossRef]

44. Roe, D.R.; Cheatham, T.E., III. PTRAJ and CPPTRAJ: Software for processing and analysis of molecular dynamics trajectory data.
J. Chem. Theory Comput. 2013, 9, 3084–3095. [CrossRef] [PubMed]

http://doi.org/10.1128/AAC.00298-17
http://doi.org/10.1016/j.tibs.2019.06.004
http://doi.org/10.1038/s41598-020-77768-7
http://doi.org/10.1021/ct100578z
http://doi.org/10.1021/acs.jcim.7b00663
http://www.ncbi.nlm.nih.gov/pubmed/29461814
http://doi.org/10.1002/jcc.20082
http://www.ncbi.nlm.nih.gov/pubmed/15264253
http://doi.org/10.1002/jcc.20290
http://www.ncbi.nlm.nih.gov/pubmed/16200636
http://www.gaussian.com/
http://doi.org/10.1186/1756-0500-5-367
http://doi.org/10.1021/acs.jctc.5b00255
http://doi.org/10.1002/jcc.20035
http://doi.org/10.1063/1.445869
http://doi.org/10.1529/biophysj.104.046110
http://doi.org/10.1128/JVI.01123-12
http://doi.org/10.1089/cmb.2010.0237
http://doi.org/10.1021/ct400341p
http://www.ncbi.nlm.nih.gov/pubmed/26583988

	Introduction 
	Results and Discussion 
	Rational Design and Screening 
	Stability of the Simulated Complexes 
	Number of Contact Atoms and H-Bonds 
	Key Binding Residues 
	Predicted Binding Affinity of the Potent Rupintrivir Analog 

	Materials and Methods 
	System Preparation and Compound Screening 
	Molecular Dynamics Simulations 

	Conclusions 
	References

